Nucleotide sequence of acyIl. To reveal the coding region of acyII, the 2.8-kilobase-pair fragment in plasmid pEXA211 (6) was sequenced by using the chemical method (7) together with the chain termination method (9, 10) . Manipulation of bacteriophage M13 and its DNA was carried out as described by Messing (8) . The other DNA manipulations were accomplished by established techniques (4) . The sequence disclosed an ORF with three potential initiation codons (ATG) (Fig. 1) . To identify the correct initiation codon, each subunit of the acyIl-encoded enzyme was isolated as described previously (5, 6) and its amino-terminal amino acid sequence was determined by an automated Edman degradation (5) . Sequences of 37 amino acids of both the subunits were revealed and showed a perfect match with two regions on the ORF starting from the first ATG; the sequences of the small and large subunits were consistent with those from Thr-2 to Gly-38 and from Ser-240 to Leu-276, respectively. * Corresponding author.
The identified ORF strongly supports the existence of a precursor, which is processed to the two subunits. It also demonstrates that the region coding for the small subunit precedes that for the large subunit. The calculated molecular weights of the small and large subunits and the putative precursor are 25,400, 58,200, and 83,600, respectively, which are in a good agreement with those determined at the protein level (6) . The characteristics of acyII described above seem very similar to those of the penicillin G acylase (11) and the GL-7ACA acylase (5) . A putative ribosomebinding site (GAGG) was found at 12 base pairs upstream from the initiation codon. A nucleotide sequence with two inverted repeats was found at the region downstream from the TGA termination codon. In the transcript, this sequence may form a stable stem-and-loop structure, common to all Rho-independent terminators.
Nucleotide sequence bf acyL. The coding region of acyI has been localized on the 2.5-kilobase-pair fragment in plasmid pACGX8 (6) . The nucleotide sequence of this fragment was determined by -the chain termination method using exonuclease III (3, 12) . The sequence disclosed two ORFs of significant length preceded by a potential ribosome-biiding site (GAGG) (Fig. 2) . To identify the ORF for acyI, the two subunits of acyl-encoded enzyme were isolated and their amino-terminal amino acid sequences were determined. Thus, sequences of 21 amino acids of both the subunits were obtained and showed a perfect match with two regions on ORFII; the sequences of the large and small subunits were consistent with those from Asn-2 to Gly-22 and from Thr-368 to Asn-388, respectively. The ORFII suggests that the two subunits of acyI-encoded enzyme are formed from a common precursor, as is seen for the acyII-encoded enzyme and other penicillin and cephalosporin acylases (5, 11 
